Supplementary Figure S2
Structure-based amino acid sequence alignment. The alignment was generated using SBAL 27 . Predicted alpha-helices are indicated in green and beta-strands in red. The alignment is also available in HTML, FASTA and SBAL format.
Supplementary Table S3
p-distances of annexin amino acid sequences in group B. This table is provided as Microsoft Excel spreadsheet and lists the amino acid sequence identifier, the p-distance to human annexin A13 (calculated based on the alignment in Figure S2 ) and the proposed new name for each sequence.
Supplementary Figure S4
Conservation of the endonexin sequence motif. The consensus phylogram of Figure 1 was annotated with a dot to indicate the lack of the endonexin sequence in the repeats I-IV (colourcoded) of individual annexin sequences.
>mkj:EG_06824|E.granulosus|B1 ------------------------------------------------------------------------------------------------------------------------0 >gb:AAD34598|T.solium|B1 ------------------------------------------------------------------------------------------------------------------------
0 >mkj:EG_04230|E.granulosus|B2 MLAAHWASTSTIDDHVRLGASVNPKRVCNPWIQRFFNVVRERGLGKTALSEVETLTNGWPSLDPDAFPGLGQVLAAVDRQLKSVPDSTSATTSSAPSSSSLCGAVRELKRVMPEVTPNEN 120 >up:Q52MU2|T.solium|B2 -
-----------------------------------------------------------------------------------------------------------------------0 >mkj:EG_06074|E.granulosus|B3 ------------------------------------------------------------------------------------------------------------------------0 >up:Q4ZGZ6|T.solium|B3 ------------------------------------------------------------------------------------------------------------------------0 >gb:BAD99420|E.fluviatilis|B4 ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002158411|H.magnipapillata|B4 ------------------------------------------------------------------------------------------------------------------------0 >gb:EDV23675|T.adhaerens|B4 ------------------------------------------------------------------------------------------------------------------------0 >mkj:EG_06120|E.granulosus|B5 ---------------------------------------------------------------------MPLAGGVPAPTITPLRLNVPGKPSNTIDTGTFIELGKEGPDCLIYFTTNGE 51 >up:Q86DV3|S.japonicum|B5 ------------------------------------------------------------------------------------------------------------------------0 >sme:mk4.001569.02.01|S.mediterranea|B5 ------------------------------------------------------------------------------------------------------------------------0 >dbj:GAA33817|C.sinensis|B5a ------------------------------------------------------------------------------------------------------------------------0 >rbg:Fh_Contig350|F.hepatica|B5a ------------------------------------------------------------------------------------------------------------------------0 >rbg:Ov_Contig720|O.viverrini|B5a ------------------------------------------------------------------------------------------------------------------------0 >rbg:A_03382|S.haematobium|B5a ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002575877|S.mansoni|B5a ------------------------------------------------------------------------------------------------------------------------0 >dbj:GAA33818|C.sinensis|B5b ------------------------------------------------------------------------------------------------------------------------0 >rbg:Fh_Contig893|F.hepatica|B5b ------------------------------------------------------------------------------------------------------------------------0 >rbg:Ov_Contig1799|O.viverrini|B5b ------------------------------------------------------------------------------------------------------------------------0 >rbg:A_06664|S.haematobium|B5b ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002575876|S.mansoni|B5b ------------------------------------------------------------------------------------------------------------------------0 >rbg:Ov_Contig1735|O.viverrini|B5c ------------------------------------------------------------------------------------------------------------------------0 >gb:EDV20685|T.adhaerens|B6 ------------------------------------------------------------------------------------------------------------------------0 >dbj:GAA48684|C.sinensis|B7 ------------------------------------------------------------------------------------------------------------------------0 >rbg:Contig19740|F.gigantica|B7 ------------------------------------------------------------------------------------------------------------------------0 >rbg:Fh_Contig203|F.hepatica|B7 ------------------------------------------------------------------------------------------------------------------------0 >rbg:A_06610|S.haematobium|B7 ------------------------------------------------------------------------------------------------------------------------0 >up:Q5DBM|S.japonicum|B7 ------------------------------------------------------------------------------------------------------------------------0 >mkj:Anx(Sm)5_Yee|S.mansoni|B7a ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002578585|S.mansoni|B7b ------------------------------------------------------------------------------------------------------------------------0 >gb:ADY43290|A.suum|B8 ------------------------------------------------------------------------------------------------------------------------0 >gb:NP_001022755|C.elegans|B8 ------------------------------------------------------------------------------------------------------------------------0 >up:Q5TVB3|A.gambiae|B9 ------------------------------------------------------------------------------------------------------------------------0 >up:Q16QE8|A.aegypti|B9a ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_001843118|C.quinquefasciatus|B9a ------------------------------------------------------------------------------------------------------------------------0 >gb:AAG12161|D.melanogaster|B9a ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002425607|P.humanus|B9a ------------------------------------------------------------------------------------------------------------------------0 >up:Q16QE9|A.aegypti|B9b ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_001868899|C.quinquefasciatus|B9b ------------------------------------------------------------------------------------------------------------------------0 >gb:NP_476603|D.melanogaster|B9b ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002429804|P.humanus|B9b ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002575878|S.mansoni|B10 ------------------------------------------------------------------------MRDLSKYMAAKTVNGAGTISHTTKRLQTAKDHFKVLIDSGGPITDFDH 48 >gb:XP_002422795|P.humanus|B11 ------------------------------------------------------------------------------------------------------------------------0 >gb:NP_001036881|B.mori|B11a ------------------------------------------------------------------------------------------------------------------------0 >gb:AAM52650|D.melanogaster|B11a ------------------------------------------------------------------------------------------------------------------------0 >gb:BAB78534|B.mori|B11b ------------------------------------------------------------------------------------------------------------------------0 >gb:NP_727978|D.melanogaster|B11b ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002155286|H.magnipapillata|B12a ------------------------------------------------------------------------------------------------------------------------0 >gb:AAA29206|H.vulgaris|B12a ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002155209|H.magnipapillata|B12b ------------------------------------------------------------------------------------------------------------------------0 >rbg:A_05991|S.haematobium|B13 ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_002575871|S.mansoni|B13 ------------------------------------------------------------------------------------------------------------------------0 >dbj:GAA48217|C.sinensis|B14(N)
...
------------------------------------------------------------------------------------------------------------------------467 >dbj:GAA48217|C.sinensis|B14(C) ------------------------------------------------------------------------------------------------------------------------0 >mkj:EG_06075|E.granulosus|B15 ------------------------------------------------------------------------------------------------------------------------0 >sme:mk4.005798.00.01|S.mediterranea|B16 ------------------------------------------------------------------------------------------------------------------------0 >up:Q17A50|A.aegypti|B17a ------------------------------------------------------------------------------------------------------------------------0 >gb:XP_310251|A.gambiae|B17a ------------------------------------------------------------------------------------------------------------------------0 >gb:NP_001091758|B.mori|B17a --------------------------------------------------------------------
SBAL Structure-based amino acid sequence alignment
SBAL Structure-based amino acid sequence alignment - - -
00.01|S.mediterranea|B16 ---------------------------------------------------------------------------------------------MEFIGAKGEKYKGTIKPFPNFHAEQDC 27 >up:Q17A50|A.aegypti|B17a -------------------------------------------------------------------------------------------------MSWYYTPRPTVYPAEEFDASADA 23 >gb:XP_310251|A.gambiae|B17a -------------------------------------------------------------------------------------------------MSWYYTPHPTVVPAEDFDASADA 23 >gb:NP_001091758|B.mori|B17a ---------------------------------------------------------------------------------------------------MAYQRAPTVVGVPNFNAVEDA 21 >up:B0WMU9|C.quinquefasciatus|B17a -------------------------------------------------------------------------------------------------MSWYYTPRPTVVPAEDFDASADA 23 >gb:XP_002427186|P.humanus|B17a ---------------------------------------------------------------MISIVIRICLILFIFLNFRYEFRLR---DFVRLKMALDYTPVPTIRPYPNFNAAEDG 54 >up:Q17A47|A.aegypti|B17b -------------------------------------------------------------------------------------------------MSWYYTPKPTVVPAEGFDASADA 23 >up:Q7PS96|A.gambiae|B17b -------------------------------------------------------------------------------------------------MSWYYTPVPTVVPAEDFDASADA 23 >gb:NP_001091759|B.mori|B17b ---------------------------------------------------------------------------------------------------MAYQRAPTVVGVPNFNAVEDA 21 >gb:XP_001850032|C.quinquefasciatus|B17b -------------------------------------------------------------------------------------------------MSWYYTPKPTVVPVEGFDASADA 23 >up:E0VM42|P.humanus|B17b ------------------------------------------------------------------MISIVIRICLILFIFLNFRYEFRLRDFVRLKMALDYTPVPTIRPYPNFNAAEDG 54 >up:Q17A52|A.aegypti|B17c -------------------------------------------------------------------------------------------------MSWYYTPKPTVFPAEDFNPSADA 23 >gb:XP_559486|A.gambiae|B17c -------------------------------------------------------------------------------------------------MSWYYVPKPTVVPAENFNPSEDA 23 >gb:XP_001850034|C.quinquefasciatus|B17c -------------------------------------------------------------------------------------------------MSWYYTPKPTVLPAETFNPSADA 23 >up:Q17A51|A.aegypti|B17d -------------------------------------------------------------------------------------------------MPQVYTPKPTVLPAEEFDASADA 23 >mkj:EG_00675|E.granulosus|B18 ----------------------MPLPLQRTGDVLALKASLPSADWCVVDLDAGSGEYLKSTHTLLTIFVECARLIESALRSLLYRQKLQNKSKVIKVTNCGLPCNPTLRPYPNFNANSDV 98 >gb:NP_498109|C.elegans|B19 ----------------------------------------------------------------------------------------------------MTSPYATIVDAREFNAPMFA 20 >up:Q8ITJ0|H.glycines|B19 ---------------------------------------------------------------------------------MLQNGLTILLLISVVIGHSLANLGPTIKHNPHFKAVQTA 39 >gb:ADY44281|A.suum|B19a --------------------------------------------------------------------------------------------------MSQQQFFGTIRPQANFHAGETA 22 >gb:ADY46044|A.suum|B19b --------------------------------------------------------------------------------------------------MSHHQFGGTIRQQRNFNPVQTA 22 >gb:ADY43743|A.suum|B19c --------------------------------------------------------------------------------------------------MYYESFYGTIREQRDFDPNQTA 22 >mkj:EG_06077|E.granulosus|B20 --------------------------------------------------------------------------------------------------------MATVHAAPNFDAHKDA 16 >gb:ADY44710|A.suum|B21a --------------------------------------------------------------------------------------------------MSYRNSHGTIIPQSGFDPKLAA 22 >gb:ADY46116|A.suum|B21b ------------------------------------------------------------------------------------------------------------------------0 >gb:ADY46436|A.suum|B21c -------------------------------------------------------------------MDASGARRWNSYRLLRNYSRRNNLQGGQMTLNGYSQTNGTIRPKADFDDESAA 53 >gb:NP_497903|C.elegans|B21 ------------------------------------------------------------------------------------------------------MATAKIHFKPYFDEVAAS
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EDLRKAMKGFGTDEKAVIQIIGT
--------RSNAQRQRIKLEFATM-FGKNLVKELMSELSGNFEKTVIALLTP------------PDEFDASELYTSMKGVGT--DEKALIEILCTRT 306 >rbg:A_05991|S.haematobium|B13 ERLKKAMAGLGANEKEVIEVMGH--------RSVDQRVAIVQKYKSM-YGKDLFAKFKSELHGHLEDCVIALCYS------------PAEFDAIELRRAMRGAGT--DEDALIEILCSRT 347 >gb:XP_002575871|S.mansoni|B13 ERLKKAMAGLGANEKEIIEVMGH--------RTVDQRVMIVQKYKSM-YGKDLFAKFKSELHSHLEDCVIALCYS------------PAEFDAIELRRAMRGAGT--DEDALIEILCSRT 344 >dbj:GAA48217|C.sinensis|B14(N) EKLRKAMKGVGTDEKAIIDVLAH--------RTADQRVQIVKKFKTA-YGKDLIHELKSELTGHFEDVIVAMCYS------------LEEFDARELRRAMEGAGT--DEQTLIEILCSRN 569 >dbj:GAA48217|C.sinensis|B14(C) EKLRKAMKGLGTDEKAIIDVLAH--------RTADQRVQIVNKFKTM-YGKDLIRELKSELTGHFEDVIVAMCYS------------LDEFDARELRRAMEGAGT--DEQTLIEILCSRS 271 >mkj:EG_06075|E.granulosus|B15 IALEKAMKGIGSDAQAIIDILAH--------RSSSQRREIECVYKAQ-FGKDLQDELGHELSGKFKQAALWSFGD------------KAHVNAMALFKAIDRAGT--DELMLIDVLCTAT 143 >sme:mk4.005798.00.01|S.mediterranea|B16 EVLKKAMKGIGTDEKAIVECLGR--------RSISQRLEIKKTYKTM-FGKDLIADLKSELSGNFCQAVEESLFE------------PDYYDAHSLFHAMKGAGT--RENVLTEILTSRT
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